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31
The worldwide upsurge of neuroscience research through the BRAIN Initiative, Human Brain Project, 32 and other efforts is yielding unprecedented levels of experimental findings from many different model standardization makes it difficult to understand, reproduce and reuse many existing models 58 and simulation results. 59 We introduce a new software tool, NetPyNE † . NetPyNE addresses these issues and relieves users to shift their time, effort and focus from low-level coding to designing a model that matches 91 the biological details at the chosen scales. can define the density of typed cells before defining these types. In Fig. 2A In contrast, all networks generated by NetPyNE are consistently represented as a nested Python structure. The root of the instantiated network is the object (Fig. 4) The instantiated network is represented using a standardized hierarchically-organized Python structure generated from NetPyNE 's high-level specifications. This data structure provides direct access to all elements, state variables and parameters to be simulated. Defined NEURON simulator objects (represented as boxes with red borders) are included within the Python data structure. lines, cell template files and mod files) of the original and NetPyNE implementations (see Table 1 ). 
502
To ensure accessibility to a wide range of researchers, including modelers, students and experi- features, and others (BioNet (Gratiy et al., 2018) and data and managing simulations in a highly accessible way. The GUI is defined using Javascript, 
